Around olfactory dendrites there are soluble proteins in the high concentration, suggesting an important role in the odour or pheromone perception. In insects two classes of soluble proteins have been so far identified, odorant-binding proteins (OBPs) and chemosensory proteins (CSPs). However, we found only OBPs from common Japanese newt. We call them perireceptor protein (PRP) and study to elucidate the role in chemosensation. We have cloned, expressed and analyzed two kinds of OBPs (Cp-Lip1, -Lip2) of Cynops pyrrhogaster, and CSP7 found in the aunt chemosensoryorgan. In the present study, the expression and purification of Cp-Lip1 and CSP7 and the fluorescent assay and CD measurements are reported.
( 1 Div. Eng., Muroran Ins. of Tech., 2 Div of Prod Sys Eng., Muroran Ins. of Tech., 3 Dept. Biol., Grad.School Sci., Kobe Univ, 4 Cen. Env. Sci. Dis. Mit. Adv. Res., Muroran Ins. of Tech.) Around olfactory dendrites there are soluble proteins in the high concentration, suggesting an important role in the odour or pheromone perception. In insects two classes of soluble proteins have been so far identified, odorant-binding proteins (OBPs) and chemosensory proteins (CSPs). However, we found only OBPs from common Japanese newt. We call them perireceptor protein (PRP) and study to elucidate the role in chemosensation. We have cloned, expressed and analyzed two kinds of OBPs (Cp-Lip1, -Lip2) of Cynops pyrrhogaster, and CSP7 found in the aunt chemosensoryorgan. In the present study, the expression and purification of Cp-Lip1 and CSP7 and the fluorescent assay and CD measurements are reported.
1P020
SepCysE Relaxation mode analysis (RMA) developed to investigate "dynamic'' properties of polymer, homo-polymer, systems. In the method, slow relaxation modes are extracted from a molecular dynamics simulation. In RMA, the time correlation matrices of structural fluctuations for two different times are calculated. Then, by solving a generalized eigenvalue problem for these matrices, the relaxation rates and modes are estimated from the eigenvalues and eigenvectors, respectively. RMA has been applied to protein systems to investigate dynamic properties of structural fluctuations. Here, we present the results of RMA for a simulation of chignolin at a transition temperature in which many transitions between the global energy minimum state and metastable states are observed. α 1 -Acid glycoprotein (AGP) interacts with biomembrane to change the conformation (α→β transition) and decrease the drug (hormone)-binding capacity. To clarify the interaction mechanism, the vacuum-ultraviolet circular dichroism spectra of AGP were measured in the presence or absence of phosphatidylcholine (PC), phosphatidic acid (PA), and phosphatidylglycerol (PG) liposomes. It was found that the helical regions of AGP increased upon interacting with the PA and PG liposomes, the latter more strongly inducing the helices. However, there was no secondary-structure change of AGP in the PC liposome. These results suggest that the polar head groups of phospholipids play an important role and their negative net charge is essential for the AGP biomembrane interaction. We report a novel relationship between introns and the tertiary structures of retinol binding protein and calpain domain VI. We identified "intronpositions" on the residues on which or just after which introns are found in their corresponding nucleotide sequences, and then found that 4 intronpositions form a plane. We also found some relationships between the planes and the ligands. To evaluate the statistical significance of the planarity, we calculated the mean distance of each intron-position from the plane defined by the other three intron-positions, and simulated to confirm that their probabilities are significantly smaller than those calculated from randomly generated locations.
1P024 レチノール結合タンパク質とカルパインの立体構造上に形成 されたイントロンの平面
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